Fig. 1 



Signal peptide IgG1 doinain 

MTRSPALL LLLLGALPSAEA AR / GPPRMADKWPRQVARL GRTVRLQCPVEGDPPPLTMWTKDGRTIHSGWS 
1 20 40 — 

RFRVLPQGLKVKEVEAEDAGVYVCKATNGFG SLS VJnrTJJ IIM / DDI S PGKE S PG PGGS SGGQEDP AS QQWAR 

102 

IgG2 domain 
PRFTQPSKMRRRVIARP VGSSVRLKCVASGHPRPDIMWMKDDQ 

161 " ' 

KYTCRVSNKAG AI TOTY KVDVIQRTRSKPVLTGTHPV l^^ 

224 258 

EGRHireTIDVGGQKFVVLFTGDVWSRFDGSYL^^ 

341 

Transmembrane domain 

KPPGPPMASSSSSTSLP WPWIGIPAGAVFILGTVLLWL CQTKKKPCAPASTLPVPGHRPPGTSRERSGDK 
374 394 

DLPSIAVGICEEHGSAMAFQHILASGSTA GPKIiYP^ 

NTAJXTLQALC PEVGI WG PRQQVGRI ENNGGRVS 

529 



Underlined: Signal peptide, IgGl domain, IgG2 domain, Transmembrane domain 
Bold, Italics, underlined: Four putative glycosylation sites 
Bold, underlined: putative SHP-2 binding sitei 

/ / : Splice sites for FGFRy 
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Fig. 2A 



Fig. 2B 
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Fig. 9 

FGFR50-treated PBMC 

Ovwlay Plot 1 




FGFR5y -treated PBMC 

Overlay Plot 2 




